Background: Considering neoadjuvant chemotherapy (NAC) prior to surgery could shrink and reduce the primary tumor and distant micro-metastases to reduce the high relapses rates, NAC has been an accepted therapeutic management for patients with non-small cell lung cancer (NSCLC). CMTM1_v17 is highly expressed in human testis tissues and solid tumor tissues but relatively low expression was obtained in the corresponding normal tissues. This study aims to investigate the significance of CMTM1_v17 in NSCLC and its association with platinum-based NAC efficacy. Methods: 31 pairs of tumor tissues before and after NAC and 78 resected tumor tissues after NAC were utilized for immunohistochemistry (IHC) staining of CMTM1_v17 protein. The correlation between CMTM1_v17 expression and chemotherapy efficacy was analyzed. The prognostic value of CMTM1_v17 index for disease-free survival (DFS) and overall survival (OS) was analyzed using Kaplan-Meier survival and multivariable Cox regression.
Background
Lung cancer remains the leading cause of cancer-related mortality for both men and women in China [1] . Nonsmall cell lung cancer (NSCLC) is the most commonly diagnosed lung cancers, accounting for up to 80% of all histological subtype of lung cancer [2] . Patients with NSCLC in stage IIB/IIIA generally have unfavorable prognosis [3] . The neoadjuvant chemotherapy (NAC) prior to surgery has been reported to shrink and reduce the primary tumor and distant micro-metastases, thereby reducing the high relapses rates [4] . In our previous study, platinum-based NAC was demonstrated to significantly increase disease-free survival (DFS) time for patients with stage IIB-IIIA central disease [5] . Factors such as good pathological response and shrinkage of mediastinal nodal have been reported to be related to NAC efficacy in several randomized trials [6] [7] [8] , but biological molecular markers' variation for the patients with NAC have not been fully investigated.
The CMTM1 gene is a member of the chemokine-like factor superfamily (CKLFSF). CMTM1_v17 is one of the 23 variants of CMTM1. The protein is composed by 149 amino acids [9] . In humans, CMTM1_v17 apparently exhibits a tissue-specific expression. High level of CMTM1_v17 is expressed in testicles and prostate tissues but low or undetectable level is found in many normal tissues [10] . Previous investigation demonstrated that CMTM1_v17 expressed in various types of solid tumors (breast cancer, kidney cancer, lung cancer, liver cancer, and ovarian cancer) and could promote the proliferation and lead to partial resistance to tumor necrosis factor-α (TNF-α) induced apoptosis via activation of NF-κB signaling pathway in breast cancer [11] . However, little is known about the significance of CMTM1_v17 in NSCLC and its association with platinum-based NAC efficacy.
In the present study, we investigated the expression of CMTM1_v17 in tumor tissues of NSCLC patients before and after NAC using IHC to determine whether the expression of CMTM1_v17 could have the predictive value for the rational application of NAC and prognostic value in NSCLC patients.
Methods

Patients
A total of 78 NSCLC patients, who had been treated with NAC and surgery from July 2006 to April 2012, were enrolled in our study. The median age at diagnosis was 56 years (range, 38 to 75 years). Patients were selected for our study based on the following features: (1) all patients had been diagnosed with NSCLC by pathological diagnosis; (2) presence of central disease with T2bN1, T3 or T4 N0, or locally advanced disease with T1 to T3 N2; (3) patients had received at least 2 cycles of platinum-based chemotherapy followed by surgery; (4) had no advanced disease such as N3 or M1; (5) had not received radiotherapy; (6) clinical variables were recorded in detail including gender, age, histology, smoking, disease location, chemotherapy regimen, clinical response, TNM stage, disease recurrence, and survival. Matched biopsy and surgical resection samples were collected in 31 of 78 NSCLC patients before and after neoadjuvant treatment.
Patients' clinical and pathological features were derived from the clinical database established in 2000. Pathologic staging of lung cancer was reviewed and classified according to the 2009 International Union Against CancerAmerican Joint Committee on Cancer-TNM system (version 7) [12] . Histologic subtypes were based on the World Health Organization (WHO) criteria [13] .
The study was conducted with the approval of the Institutional Ethic Committee at Peking University Cancer Hospital. Lung tumor samples were analyzed with the agreement of the patients who have signed informed consent.
IHC and quantification of CMTM1_v17 positive tumor cells
Formalin-fixed and paraffin-embedded primary lung cancer samples were acquired from the Department of Pathology, Peking University, under approval from the Ethical Committee. For CMTM1_v17 staining, sections (4 um) were routinely processed and stained using mouse anti-CMTM1_v17 (1:800 dilution; acquired from Wang Lu; School of Basic Medical Sciences, Health Science Center, Peking University, Department of Immunology) polyclonal antibody followed by incubation with HRP-conjugated goat anti-mouse secondary antibody (Sigma-Aldrich, Poole, Dorset, UK). For determination of immunoreactivity for CMTM1_v17, cytosolic staining of yellowish or brownish granules was graded as follows: (a) for background staining; (b) for negative staining; (c) for moderate staining, and (d) for strong staining. In addition, positive staining areas in the entire tissue section were graded as follows: 0 for <5%; 1 for 5-25%; 2 for 26-50%, and 3 >50%. When combining these two parameters, 0-1 and >1 were considered CMTM1_v17 low expression and CMTM1_v17 high expression, respectively. 
Statistical analysis
All statistical analyses were performed with the Statistical Package for Social Sciences software version 17.0 (SPSS17.0). The correlation between CMTM1-v17 expression and clinicopathologic variables was assessed using Pearson's chi-squared test or Fisher's exact test. Diseasefree survival (DFS) was defined as the time from surgery to tumor recurrence, death or the date of the last followup. The survival rates were estimated using the KaplanMeier method, and the differences in survival between the subgroups were compared using the log-rank test. A multivariate analysis was conducted to study the prognostic value of CMTM1_V17 using the Cox proportionalhazard model. A two sided P value of less than 0.05 was considered to be statistically significant at all situations.
Results
CMTM1_v17 variation in the NSCLC cancers before and after NAC To assess the clinical significance of CMTM1_v17 expression in 31 NSCLC, we analyzed the relationship between CMTM1_v17 expression and NAC efficacy. The results showed that the expression of CMTM1_v17 in tumor tissues after NAC strongly correlated with NAC efficacy, with partial response (PR) rates of only 25.0% in CMTM1_v17 high expression tumors compared to 73.7% in CMTM1_v17 low expression tumors (P = 0.008, Fig. 2a ). However, there was no significant association between CMTM1_v17 expression in tumor tissues before NAC and chemotherapy response (P = 0.788, Fig. 2b) .
Moreover, we identified that high expression level of CMTM1_v17 in tumor tissues after NAC strongly was correlated with poor survival (DFS: P = 0.0207, Fig. 2c ; OS: P = 0.0045, Fig. 2d ). But the expression of CMTM1_v17 in tumor tissues before NAC was not associated with DFS Fig. 2 Chemotherapy efficacy and prognosis analysis according to CMTM1_v17 expression pre-and post-chemotherapy in 31 patients. a At the end of NAC, patients with low expression of CMTM1_v17 were sensitive to chemotherapy, with high PR rates compared to those who were CMTM1_v17 high expression (P = 0.008). b Before NAC, there was no significant difference in chemotherapy efficacy in CMTM1_v17 high vs CMTM1_v17 low groups (P = 0.788). These Kaplan-Meier curves illustrate the prognostic significance of CMTM1_v17 pre-and post-NAC in 31 NSCLC patients. c, d At the end of NAC, patients with low expression of CMTM1_v17 had much better prognosis compared to those who were CMTM1_v17 high expression. e, f Before NAC, there was no significant difference in DFS and OS in CMTM1_v17 high vs CMTM1_v17 low groups. OS, overall survival; DFS, disease-free survival; NAC: neoadjuvant chemotherapy P value was calculated using a two-sided log-rank test. OS overall survival, DFS disease-free survival, HR hazard ratio (log-rank), CI confidence interval. Bold values are significant (P < 0.05) (P = 0.9971, Fig. 2e ) and OS (P = 0.1708, Fig. 2f ). That is to say, high expression level of CMTM1_v17 in tumor tissues after NAC was associated with chemoresistance and poor prognosis, while CMTM1_v17 expression in tumor tissues before NAC was not correlated with chemotherapy response and survival. Then univariate and multivariate analyses were performed to identify clinicopathological factors influencing the OS and 5-year DFS according to the Cox proportional hazard model, and the log-rank test was used to compare the two groups. Among the clinical factors, high expression level of CMTM1_v17 post-NAC was significantly correlated with a shorter OS (P = 0.021, HR = 0.074). Older age (>55 years) and pathological stage III were significantly correlated with shorter DFS (Tables 3 and 4 ).
CMTM1_v17 expression level was related to chemoresistance and prognosis after NAC
Due to the small sample size of our study, COX multivariate analysis suggested that CMTM1_v17 was not associated with DFS in 31 NSCLC patients. Therefore, we added 47 NSCLC patients with NAC prior to surgery during that same period to our study. There was no significant difference between age, gender, smoking history, pathological stage, differentiation, among those patients (Table 5) . Then, the relationship between CMTM1_v17 expression and chemoresistance and survival were analyzed in 78 patients who have received NAC.
Among 78 patients with NAC, 4 patients could not be evaluated the response to NAC because of the absence of clinical pathological features. The correlation of CMTM1_v17 expression and chemotherapy efficacy was analyzed on the remaining 74 patients with NAC treatment. The results also supported above findings, as summarized in Fig. 3. A high CMTM1_v17 expression level in the lung cancer cells was significantly correlated with chemoresistance (P = 0.007, Fig. 3a ) and inferior DFS (P = 0.0032, Fig. 3b ) and OS (P = 0.0026, Fig. 3c ), compared with patients with a low CMTM1_v17 expression level. The association of CMTM1_v17 expression with patient clinicopathological parameters was shown in Table 6 .
COX univariate and multivariate analysis suggested that CMTM1_v17 is an independent prognostic risk factor in 78 NSCLC patients who have received NAC (OS: HR = 3.642, P = 0.002; DFS: HR = 3.094, P = 0.002, Tables 7 and 8 ). Collectively, these results strongly 
Discussion
The aim of this study was to investigate the significance of CMTM1_v17 in NSCLC and its association with platinum-based NAC efficacy. The expression status of CMTM1_v17 in patients with NSCLC before and after treatment with NAC was evaluated. We demonstrated that a high expression of CMTM1_v17 confers chemoresistance and poor clinical outcome in patients who have received NAC. To our knowledge, this is the first study to demonstrate the correlation between CMTM1_v17 expression and chemotherapy efficacy and prognosis. Cisplatin was approved by FDA for treating testicular tumors and bladder cancers for the first time in 1978, and gradually employed in the treatment of multiple solid tumors. However, cisplatin has poor curative effect for the NSCLC disease compared with response of this drug on the other type of solid cancers. Cisplatin exerts anticancer effects mainly via the generation of DNA lesions followed by the activation of the DNA damage response and the induction of mitochondrial apoptosis [14, 15] . Previous investigations have demonstrated that TP53, BCL-2 family, caspase family, and MAPK family often influence cisplatin sensitivity in tumor cells via cell apoptosis [16] [17] [18] [19] [20] [21] [22] [23] [24] .
The strong impact of CMTM1_v17 in promoting tumor cell proliferation and lead to partial resistance to TNF-α-induced apoptosis likely via activation of NF-κB signaling pathway has been validated in breast cancer [11] . Previous study revealed that TNF-α could increase the sensitivity of cancer cells to cisplatin-induced cell death by NF-κB signaling pathway [25] . Furthermore, the activation of the NF-κB pathway has also been reported to be associated with cisplatin resistance [26] .Therefore, we developed a hypothesis that the high expression of CMTM1_v17 could promote chemoresistance. When analyzing chemotherapy efficacy in the correlation of the expression level of CMTM1_v17, patients with low CMTM1_v17 expression in the tumor tissues after NAC suggested higher PR rates than those with high CMTM1_v17 expression, which were confirmed in 78 NSCLC patients who have received NAC. However, the expression of CMTM1_v17 in the tumor tissues before NAC was not a predictor of response to chemotherapy. The above hypothesis was verified by the results that CMTM1_v17 high expression was correlated to chemoresistance in NSCLC patients treated with NAC. Our results are significantly important from the opinion that it could distinguish patients who are possibility to benefit from adjuvant chemotherapy towards personalized treatment.
Then the impact of CMTM1_v17 on prognosis was analyzed. Patients with low CMTM1_v17 expression in tumor tissues after NAC lived significantly longer than those with high CMTM1_v17 expression, but there is no association between CMTM1_v17 expression in tumor tissues before NAC and survival. These results identified that the expression level of CMTM1_v17 might be a prognostic marker only in NSCLC patients who have received NAC. These findings are similar to those of Alamgeer et al. [27] , who reported that chemotherapy could affect the expression of ALDH1 in breast cancer, and the expression of ALDH1 at baseline does not impact the long-term prognosis, but that after chemotherapy is associated with prognosis. However, a larger study may be needed to prove this finding, and the molecular mechanisms are needed for further in vitro or in vivo investigations. Surprisingly, our study found the variable expression of CMTM1_v17 in tumor tissues before and after NAC for patients with NSCLC. The phenomenon can be P value was calculated using a two-sided log-rank test OS overall survival, DFS disease-free survival, HR hazard ratio (log-rank), CI confidence interval. Bold values are significant (P < 0.05) explained that during chemotherapy, tumor cells will redistribute and cells resisting to chemotherapy will gradually expand at the expense of their relatively chemosensitive counterparts, resulting in difference of gene expression before and after treatment. In addition, the changes of inflammatory states and tumor microenvironment regulated by inflammatory cytokines may further influence tumor genome [28] [29] [30] .
Conclusion
CMTM1_v17 expression is significantly associated with chemotherapy resistance and poor prognosis of the early stage NSCLC patients who have received NAC. 
